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Banana is one of 
the world’s favorite 









(1). To support 
genome studies, we 
developed a hub (2) 
that enhances inte-
r o p e r a b i l i t y 
between informa-
tion systems contai-
ning genomics data 
on banana. Such 
hub is generic and 











The sequence is analysed with pipelines predicting genes & 
repetitive elements. Results are structured with the Sequence 
Ontology & controlled vocabularies & formatted in GFF3 before 
insertion into Chado and GBrowse databases using Perl loaders. 
Hub Achitecture
Gene reports are accessible via Tripal, GBrowse, BioMart. Polypeptides 
are analyzed with GreenPhylDB, Galaxy, MusaCyc, OryGenesDB. Genetic 
markers with CMAP & TropGeneDB linked to the Musa Germplasm Infor-










































































































(3) V. Guignon et al., Chado Controller: advanced annotation management 
with a community annotation system. Bioinformatics, 28:1054, 2012.
Artemis
The annotation tool 
is linked to the 
Chado database. It 
allows the manual 
curation and, for 
authorized users, the 
update of the DB. 
unctionnal annota-
tion uses controled 
vocabulary.The cura-
tion is tracked by ins-
pection of all the 
modifications that 
are historized (3). 
Galaxy
Sequences can be 
imported directly into 
Galaxy from the 
Advanced Search or 
GreenPhylDB.
obsolete
Polymorphism Analysis
